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100.0 2524 6 AX697283 


AX697283 Sequence 
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100.0 2524 9 AY358534 


AY358534 Homo sapi 
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99.7 2538 9 AK091656 


AK091 656 Homo sapi 
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98.1 2508 6 BD248889 


BD248889 47 human 
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BD248857 47 human 
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AX747082 Sequence 
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AB046043 Macaca fa 
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AC087604 Pan trogl 


20 
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77 


3.1 303091 2 AC084799 
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3.0 252689 2 AG079433 
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c 30 


73.2 
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AC015816 Homo sapi 
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c 
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72.6 
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AL591665 Mouse DNA 
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72.2 
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2 AC131995 
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2.8 182737 


10 AL772354 
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45 


71 


2.8 134303 


10 AL645990 
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Alignments 



RESULT 1 
AX697283 

LOCUS AX697283 2524 bp DNA linear PAT 02-APR-2003 

DEFINITION Sequence 351 from Patent WO0078961. 

ACCESSION AX697283 

VERSION AX697283.1 Gl:29498434 

KEYWORDS . 

SOURCE Homo sapiens (human) 
ORGANISM Homo sapiens 

. Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
REFERENCE 1 

AUTHORS Fcrrara,N., StewarlJ.A, Willianis ; P.M BakerXP., DesnoyersX., 

Eaton,D.L, Gao,W.Q. ? PanJ. ? BotstciiuD., Fong,S., Goddard,A., 

GodowskLP.J, Gurney ; A.L > Smith, V., Tumas,D, Wood ; W.I, 

Grimaldi,CJ. s HillaiiXJ., Paohi.N.F., Roy,M.A. and Watanabe ? C.K. 
TITLE Secreted and transmembrane polypeptides and nucleic acids encoding 

the same 

JOURNAL Patent: WO 0078961-A 351 28-DEC-2000; 
Genentech Inc. (US) 
FEATURES Location/Qualifiers 
source 1. .2524 

/organism - 'Homo sapiens" 
/moljype-'unassigned DNA" 
/db_xrcf= n laxon:9606" 

ORIGIN 

Query Match 100.0%; Score 2524; DB 6; Length 2524; 

Best Local Similarity 100.0%; Pred. No. 0; 

Matches 2524; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy i 

CGCCAAGCATGCAGTAAAGGCTGAAAATCTGGGTCACAGCTGAGGAAGACCTCAGACATG 60 

Ml' II; !M Ml! IM 
Db 1 

CGCCAAGCATGCAGTAAAGGCTGAAAATCTGGGTCACAGCTGAGGAAGACCTCAGACATG 60 
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Qy 6i 

GAGTCCAGGATGTGGCCTGCGCTGCTGCTGTCCCACCTCCTCCCTCTCTGGCCACTGCTG 120 

: , i'II^ 1 ul'il I r ■ , 

Db 61 

GAGTCCAGGATGTGGCCTGCGCTGCTGCTGTCCCACCTCCTCCCTCTCTGGCCACTGCTG 120 



Qy 121 

TTGCTGCCCCTCCCACCGCCTGCTCAGGGCTCTTCATCCTCCCCTCGAACCCCACCAGCC 180 

i!: Hi:. !:ni' i:i : i.- n : i ■ 

Db 121 

TTGCTGCCCCTCCCACCG 180 
Qy 181 

CCAGCCCGCCCCCCGTGTGCCAGGGGAGGCCCCTCGGCCCCACGTCATGTGTGCGTGTGG 240 

I' : I ■ ' : i ; ih I 
Db 181 

CCAGCCCGCCCCCCGTGTGCCAGGGGAGGCCCCTCGGCCCCACGTCATGTGTGCGTGTGG 240 



Qy 241 

GAGCGAGCACCTCCACCAAGCCGATCTCCTCGGGTCCCAAGATCACGTCGGCAAGTCCTG 300 

I! !i i:.. : , 

Db 241 

GAGCGAGGACCTCCACCAAGCCGATCTCCTCGGGTCCCAAGATCACGTCGGCAAGTCCTG300 



Qy 301 

CCTGGCACTGCACCC^^ 



Db 301 

CCTGGCACTGCACCCCCAGCCACCCCATCAGGCTTTGAGGAGGGGCCGCCCTCATCCCAA 360 



Qy 361 

TACCCCtGGGCTATCGTGTGGGGTCCCACCGTGTCTCGAGAGGATGGAGGGGACCCCAAC 420 

! : ' . I! I i 

Db 361 

TACCCCTGGGCTATCGTGTGGGGTCCCACCGTGTCTCGAGAGGATGGAGGGGACCCCAAC 420 



Qy 421 

TCTGCCAATCCCGGATTTCTGGACTATGGTTTTGCAGCCCCTCATGGGCTCGCAACCCCA 480 
:! JUL : .! : 

Db 421 

TCTGCCAATCCCGGATTTCTGGACTATGGTTTTGCAGCCCCTCATGGGCTCGCAACCCCA 480 
Qy 481 

CACCCCAACTCAGACTCCATGCGAGGTGATGGAGATGGGCTTATCCTTGGAGAGGCACCT 540 



Db 481 

CACCCCAACTCAGACTCCATGCGAGGTGATGGAGATGGGCTTATCCTTGGAGAGGCACCT 540 



Qy 541 

GCCACCCTGCGGCCATTCCTGTTCGGGGGCCGTGGGGAAGGTGTGGACCCCCAGCTCTAT 600 

. i : lMil-l ; -ll'll :! :| - I . 
Db 541 

GCCACCCTGCGGCCATTCCTGTTCGGGGGCCGTGGGGAAGGTGTGGACCCCCAGCTCTAT 600 




Qy 601 

GTCACAATTACCATCTCCATCATCATTGTTCTCGTGGCCACTGGCATCATCTTCAAGTTC660 
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Db ^jl'IIW 

GTCACAATTACCATCTCCATCATCATTGTTCTCGTGGCCACTGGCATCATCTTCAAGTTC 660 
Qy 661 

TGCTGGGACCGCAGCCAGAAGCGACGCAGACCCTCAGGGCAGCAAGGTGCCCTGAGGCAG 
720 

i! ! !;M,i: 1 I: i 

Db 661 

TGCTGGGACCGCAGCCAGAAGCGACGCAGACCCTCAGGGCAGCAAGGTGCCCTGAGGCAG 
720 

Qy 721 

GAGGAGAGCCAGCAGCCACTGACAGACCTGTCCCCGGCTGGAGTCACTGTGCTGGGGGCC 780 

Mi I ■! i . N : ; 

Db 721 

GAGGAGAGCCAGCAGCCACTGACAGACCTGTCCCCGGCTGGAGTCACTGTGCTGGGGGCC 780 



Qy 781 

TTCGGGGACTCACCTACCCCCACCCCTGACCATGAGGAGCCCCGAGGGGGACCCCGGCCT 840 

!! . P- !! i. ; ■ ! H:;i; 
Db 781 

TTCGGGGACTCAGCTACCCCCACCCCTGACCATGAGGAGCCCCGAGGGGGACCCCGGCCT 840 
Qy 841 

GGGATGCCCCACCCCAAGGGGGCTCCAGCCTTCCAGTTGAACCGGTGAGGGCAGGGGCAA 
900 

Db 841 

GGGAfGCCCCACCCCAAGGGGGCTCCAGCCTTCCAGTTGAACCGGTGAGGGCAGGGGCAA 
900 

Qy 901 

TGGGATGGGAGGGCAAAGAGGGAAG'GCAACTTAGGTCTTCAGAGCTGGGGTGGGGGTGCC 
960 

Db 901 

TGGGATGGGAGGGCAAAGAGGGAAGGCAACTTAGGTCtTCAGAGCTGGGGTGGGGGTGCC 
960 

Qy 961 

CTCTGGATGGGTAGTGAGGAGGCAGGCGTGGCCTCCCACAGCCCCTGGCCCTCCCAAGGG 
1020 

■ , ! ■ I ■ I: M , ■ : i 

Db 961 

CTCTGGATGGGTAGTGAGGAGGCAGGCGTGGCCTCCCACAGCCCCTGGCCCTCCCAAGGG 
1020 

Qy 1021 . 

GGCTGGACCAGCTCCTCTCTGGGAGGCACCCTTCCTTCTCCCAGTCTCTCAGGATCTGTG 1080 

li I IMi Ul : : lllli.'llllli! 

Db 1021 

GGCTGGACCAGCTCCTCTCTGGGAGGCACCCTTCCTTCTCCCAGTCTCTCAGGATCTGTG 1080 



Qy 1081 

TCCT ATTCTCTGCTGCCCAT AACTCCAACTCTGCCCTCTTTGGTTTTTTCTCATGCCACC 1 1 40 
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M I ! I :i ii : M. M ':i 
Db 1081 

TCCTATTCTCTGCTGCCCAT A ACTCCAACTCTGCCCTCTTTGGTTTTTTCTCATGCCACC 1 1 40 



Qy 1141 

TTGTCTAAGACAACTCTGCCCTCTTAACCTTGATTCCCCCTCTTTGTCTTGAACTTCCCC 1200 

:! Li: II II;, ' 
Db 1141 

TTGTCTAAGACAACTCTGCCCTCTTAACCTTGATTCCCCCTCTTTGTCTTGAACTTCCCC 1200 



Qy 1201 

TTCTATTCTGGCCTACCCCTTGGTTCCTGACTGTGCCCTTTCCCTCTTCCTCTCAGGATT 1260 

I II 1^- ■ : I ' !M ' ^ 
Db 1201 

TTCTATTCTGGCCTACCCCTTGGTTCCTGACTGTGCCCTTTCCCTCTTCCTCTCAGGATT 1260 
Qy 1261 

CCCCTGGTGAAtCTGTGATGCCCCCAATGTTGGGGTGCAGCCAAGCAGGAGGCCAAGGGG 
1320 

i : :. ! in 

Db 1261 

cccctggtgaatctgtgatgcccccaatgttggggtgcagccaagcaggaggccaagggg 

1320 

Qy 1321 

ccggcacagcccccatcccactgagggtggggcagctgtggggagctggggccacagggg 

1380 

I.: : , HI ; . 

Db 1321 

ccggcacagcccccatcccactgagggtggggcagctgtggggagctggggccacagggg 

1380 

Qy 1381 

CTCCtGGCTCCTGCCCCTTGCACACCACCCGGAACACTCCCCAGCCCCACGGGCAATCCT 1440 

! ! i il : ■ I , ! 

Db 1381 

CTCCTGGCfCCTC 1440 
Qy 1441 

ATCTGCTCGCCCTCCTGCAGGTGGGGGCCTCACATATCTGTGACTTCGGGTCCCTGTCCC 1500 

: : ■ ! ■ I : : i ^ ! i " 
Db 1441 

ATCTGCTCGCCCTCCTGCAGGTGGGGGCCTCACATATCTGTGACTTCGGGTCCCTGTCCC 1500 
Qy 1501 

CACCCfTGTGCACTCACATGAAAGCCTTGCACACTCACCTCCACCTTCACAGGCCATTTG 1560 

li I II IMMnl; : 
Db 1501 

CACCCTTGTGCACTCACATGAAAGCCTTGCACACTCACCTCCACCTTCACAGGCCATTTG 1560 
Qy 1561 

CACACGCTCCTGCAGCCTCTCCCCGTCCATACCGCTCCGCTCAGCTGACTCTCATGTTCT 1620 

I , M i IN ' : II: 
Db 1561 

CACACGCTCCTGCACCCTCTCCCCGTCCATACCGCTCCGCTCAGCTGACTCTCATGTTCT 1620 
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Qy 1621 

CTCGTCTCACATTTGCACTCTCTCCTTCCCACATTCTGTGCTCAGCTCACTCAGTGGTCA 1680 

M :r M i! I ; Hi 

Db 1621 

CTCGTCTCACATTTGCACTCTCTCCTTCCCACATTCTGTGCTCAGCTCACTCAGTGGTCA 1680 



Qy 1681 

GCGTTTCCTGCACACTTTACCTCTCATGTGCGTTTCCCGGCCTGATGTTGTGGTGGTGTG 1740 

111 , J h I'U : :: 

Db 1681 

GCGTtTCCTGCACACTTTACCTCTCATGTGCGTTTCCCGGCCTGATGTTGTGGTGGTGTG 1740 
Qy 1741 

CGGCGTGCTCACTCTCTCCCTCATGAACACCCACCCACCTCGTTTCCGCAGCCCCTGCGT 1800 

LI , I hlMliMl :i ■ 

Db 1741 

CGGCGTGCTCACTCTCTCCCTCATGAACACCCACCCACCTCGTTTCCGCAGCCCCTGCGT 1800 
Qy 1801 

GCTGCTCCAGAGGTGGGTGGGAGGTGAGCTGGGGGCTCCTfGGGCCCTCATCGGTCATGG 
1860 

Db 1801 

GCTGCTCCAGAGGTGGGTGGGAGGTGAGCTGGGGGCTCCTTGGGCCCTCATCGGTCATGG 
1860 

Qy 1861 

TCTCGTCCCATTCCACACCATTTGTTTCTCTGTCTCCCCATCCTACTCCAAGGATGCCGG 1920 
Db 1861 

TCTCGTCCGATTCCACACCATTTGTTTCTCTGTCTCCCCATCCTACTCCAAGGATGCCGG 1920 
Qy 1921 

CATCACCCTGAGGGCTCCCCCTTGGGAATGGGGTAGTGAGGCCCCAGACTTCACCCCCAG 
1980 

Db 1921 

CATCACCCTGAGGGCTCCCCCTTGGGAATGGGGTAGTGAGGCCCCAGACTTCACCCCCAG 
1980 

Qy 1981 

CCCACTGCTAAAATCTGTTTTCTGACAGATGGGTTTTGGGGAGTCGCCTGCTGCACTACA2040 
M. M ! l i! I : IM: 

Db 1981 

CCCACTGCTAAAATCTGTTTTCTGACAGATGGGTTTTGGGGAGTCGCCTGCTGCACTACA2040 
Qy 2041 

TGAG AAAGGGACTCCCATTTGCCCTTCCCTTTCTCCTACAGTCCCTTTTGTCTTGTCTGT 2 1 00 

!■ .il l, ii ■!!:,■ KiuilM 

Db 2041 

TG AGAAAGGGACTCCCATTTGCCCTTCCCTTTCTCCT ACAGTCCCTTTTGTCTTGTCTGT 2 1 00 
Qy 2101 

CCTGGCTGTCTGTGTGTGTGCCATTCTCTGGACTTCAGAGCCCCCTGAGCCAGTCCTCCC2160 

I :!■! I hINlililll ^ 
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Db 2101 

CCTGGCTGTCTGTGTGTGTGCCATTCTCTGGACTTCAGAGCCCCCTGAGCCAGTCCTCCC 2160 
Qy 2161 

TTCCCAGCCTCCCTTTGGGCCTCCCTAACTCCACCTAGGCTGCCAGGGACCGGAGTCAGC 2220 



Db 2161 

TTCCCAGCCTCCCTTTGGGCCTCCCTAACTCCACCTAGGCTGCCAGGGA 
Qy 2221 

TGGTTCAAGGCCAtCGGGAGCTCTGCCTCCAAGTCTACCCTTCCCTTCCCGGACTCCCTC 2280 



Db 2221 

TGGTTCAAGGCCATCGGGAGCTCTGCCTCCAAGTCTACCCTTCCCTTCCCGGACTCCCTC 2280 
Qy 2281 

CTGTCCCCTCCTtTCCTCCCTCCTTCCTTCCACTCTCCTTCCTTTTGCTTCCCTGCCCTT 2340 



Db 2281 

CTGTCCCCTCCTTTCCTCCCTCCTTCCTTCCACTCTCCTTCCTTTTGCTTCC^^^ 
Qy 2341 

TCCCCCTCCTCAGGTTCTTCCCTCCTTCTCACTGGTTTTTCCACCTTCCTCCTTCCCTTC 2400 



Db 2341 

TCCCCCTCCTCAGGTTCTTCCCTCCTTCTCACTGGTTTTTCCACCTTCCTCCTTCCCTT 
Qy 2401 

TTCCCTGGCTCCTAGGCTGTGATATATATTTTTGTATTATCTCTTTCTTCTTCTTGTGGT 2460 



Db 2401 

TTCCCTGGCTCCTAGGCTGTGATATATATTTTTGTATTATCTCTTTCTTCTTCTTGTGGT 2460 
Qy 2461 

GATCATCTTGAATTACTGTGGGATGTAAGTTTCAAAATTTTCAAATAAAGCCTTTGCAAG 2520 



Db 2461 

GATCATCTTGAATtACTGTGGGATGTAAGTTTCAAAATTTTCAAATAAAGCCTTTGCAAG 2520 
Qy 2521 ATAA 2524 

llll 

Db 2521 AT AA 2524 



RESULT 2 
AY358534 

LOCUS AY358534 2524 bp mRNA linear PRI 03-OCT-2003 

DEFINITION Homo sapiens clone DNA76396 ESRM828 (UNQ828) mRNA, complete cds. 
ACCESSION AY358534 
VERSION AY358534.1 GL371 82190 
KEYWORDS FLICDNA. 
SOURCE Homo sapiens (human) 
ORGANISM Homo sapiens 

Eukaryota; Melazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
REFERENCE 1 (bases 1 to 2524) 
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AUTHORS Clark, H.F., Gurney,A.L., Abaya,E., Baker, K, Baldwin,D., Brush,!, 

CheiU, Chow,B, Chui,C, Crowley,C, Currell,B, Deuel, B., 

Dowd,P, Eaion,D, Foster,!, Grimaldi,C, Gu,Q., Hass,P.E., 

Heldehs,S., Huang,A, Kim,H.S., KlimowskiX., Jin,Y., Johnson,S., 

Lee J., LewisX., Liao,D., Mark,M., Robbie, E., Sanchez, C, 

ScliocnfeldJ., Seshagiri,S., SmimbnsX., Singh, J., Smith, V., 

StihsonJ., Vagts,A., Vandlen,R., Walanabe,C, Wieand,D:, WoodsX, 

XicM.H., Yansura,D., Yi,S., Yii,G, Yuan, J., Zhang,M., Zhang,Z., 

Goddard,A., Wood,W.L and Godowski,P. 
TITLE The Secreted Protein Discovery Initiative ( SPDI), a Large- Scale 

Effort to Identify Novel Human Secreted and Transmembrane Proteins: 

A Bioi n form at ics Assessm ent 
JOURNAL Genome Res. 13 (10), 2265-2270 (2003) 
PUBMED 12975309 
REFERENCE 2 (bases 1 to 2524) 
AUTHORS Clark, I I F 
TITLE Direct Submission 

JOURNAL Submitted (01-AUG-2 003) Department of Bioinformatics, Genentech, 
Inc., 1 DNA Way, South San Francisco, CA 94080, USA 
FEATURES: Location/Qualifiers 
source 1. .2524 

/organism- 'Homo sapiens" 
/molJype-'mRNA" 
/db_xref="taxon:9606 M 
/clohe= ,, DNA76396" 
gene 1. .2524 

/lociis_tag= ,, UNQ828 n 
CDS 58. .888 

/l6cus_tag="UNQ828" 
/note- M PR01755" 
/codonstart- 1 
/pr6duct= M ESRM828 n 
/protem_id= ,, AAQ88898. 1" 
/db_xref^ ,, GI:37182191" 
• /translation- n MESRJViWPALLLSHLLPLWPLLLLPLPPPAQGSSSSPRTPPAPAR 
PPCARGGPSAPRHVCVWERAPPPSRSPRVPRSRRQVLPGTAPPATPSGFEEGPPSSQY 

PWAIVWGPTVSREDGGDPNSANPGF1 J^YGFAAPHGLATPHPNSDSMRGDGDGLILGEA 

PATI^PFLFGGRGEGVDPQLYVTITISIIIVLVATGIIFKFCWDRSQKRRRPSGQQCA 

LRQEESQQPLTDLSPAGVTVLGAFGDSPTPTPDHEEPRGGPRPGMPHPKGAPAFOLNR 

it 

ORIGIN . 

Query Match 100.0%; Score 2524; DB 9; Length 2524; 

Best Local Similarity 100.0%; Pred. No. 0; 

Matches 2524; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 

CGCCAAGCATGCAGTAAAGGCTGAAAATCTGGGTCACAGCTGAGGAAGACCTCAGACATG 60 

: ! - ! l:M.ii, ^liil 

Db 1 

CGCCAAGCATGCAGTAAAGGCTGAAAATCTGGGTCACAGCTGAGGAAGACCTCAGACATG 60 



Qy 61 

GAGTCCAGGATGTGGCCTGCGCTGCTGCTGTCCCACCTCCTCCCTCTCTGGCCACTGCTG 120 

: !l; 1;n 1 i:.Li III! 
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Db 61 

GAGTCCAGGATGTGGCCTGCGCTGCTGCTGTCCCACCTCCTCCCTCTCTGGCCACTGCTG 120 
Qy 121 

TTGCTGCCCCTCCCACCGCCTGCTCAGGGCTCTTCATCCTCCCCTCGAACCCCACCAGCC 180 

111 MUM II I , I M 
Db 121 

TTGCTGCCCCTCCCACCGCCTGCTCAGGGCTCTTCATCCTCCCCTCGAACCCCACCAGCC ISO 



Qy 181 

CCAGCCCGCCCCCCGTGTGCCAGGGGAGGCCCCTCGGCCCCACGTCATGTGTGCGTGTGG 240 
. :!, I M: ' I, 

Db 181 

CCAGCCCGCCCCCCGTGTGCCAGGGGAGGCCCCTCGGCCCCACGTCATGTGTGCGTGTGG 240 
Qy 241 

GAGCGAGCACCTCCACCAAGCCGATCTCCTCGGGTCCCAAGATCACGTCGGCAAGTCCTG 300 

I!, &!ll II. ;! 

Db 241 

GAGCGAGCACCTCCACCAAGCCGATCTCCTCGGGTCCCAAGATCACGTCGGCAAGTCCTG 300 
Qy 301 

CGTGGCACTGCACCGCCAGCCACCCCATCAGGCTTTGAGGAGGGGCCGCCCTCATCCCAA 360 
II: I , I: - 

Db 301 

CCTGGCACTGCACCCCCAGCCACCCCATCAGGCTTTGAGGAGGGGCCGCCCTCATCCCAA 360 
Qy 361 

TACCCCTGGGCTATCGTGTGGGGTCCCACCGTGTCTCGAGAGGATGGAGGGGACCCCAAC 420 
. 

Db 361 

TACCCCTGGGCTATCGTGTGGGGTCCCACCGTGTCTCGAGAGGATGGAGGGGACCCCAAC 420 
Qy 421 

TCTGCCAATCCCGGATTTCTGGACTATGGTTTTGCAGCCCCTCATGGGCTCGCAACCCCA 480 

V : ' ; ! ! ' r r 

Db 421 

TCTGCCAATCCCGGATTTCTGGACTATGGTTTTGCAGCCCCTCATGGGCTCGCAACCCCA 480 
Qy 481 

GACCCCAACTCAGACTCCATGCGAGGTGATGGAGATGGGCTTATCCTTGGAGAGGCACCT 540 

f. ■ ' II ■ 

Db 481 

CACCCCAACTCAGACTCCATGCGAGGTGATGGAGATGGGCTTATCCTTGGAGAGGCACCT 540 
Qy 541 

GGCACCCTGCGGGCATTCCTGTTCGGGGGCCGTGGGGAAGGTGTGGACCCCCAGCTCTAT 600 

1 : ..: hi Mi !! ; : ■ . ; 

Db 541 

GCCACCCTGCGGCCATTCCTGTTCGGGGGCCGTGGGGAAGGTGTGGACCCCCAGCTCTAT 600 
Qy 601 

GTCACAATTACCATCTCCATCATCATTGTTCTCGTGGCCACTGGCATCATCTTCAAGTTC 660 

III: '!| I ,1- I' I ,H' : 
Db 601 

GTCACAATTACCATCTCCATCATCATTGTTCTCGTGGCCACTGGCATCATCTTCAAGTTC660 
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Qy 661 

TGCTGGGACCGCAGCCAGAAGCGACGCAGACCCTCAGGGCAGCAAGGTGCCCTGAGGCAG 
720 



Db 661 

TGCTGGGACCGCAGCCAGAAGCGACGCAGACCCTCAGGGCAGCAAGGTGCCCTGAGGCAG 
720 

Qy 721 

GAGGAGAGCCAGCAGCCACTGACAGACCTGTCCCCGGCTGGAGTCACTGTGCTGGGGGCC 780 



Db 721 

GAGGAGAGCCAGCAGCCACTGACAGACCTGTCCCCGGCTGGAGTCACTGTGCTGGGGGCC 780 
Qy 781 

TTCGGGGACTCACCTACCCCCACCCCTGACCATGAGGAGCCCCGAGGGGGACCCCGGCCT 840 



Db 781 

TTCGGGGACTCACCTACCCCCACCCCTGACCATGAGGAGCCCCGAGGGGGACCCCGGCCT 840 
Qy 841 

GGGATGCCCCACCCCAAGGGGGCTCCAGCCTTCCAGTTGAACCGGTGAGGGCAGGGGCAA 
900 



Db 841 

GGGATGCCCCACCCCAAGGGGGCTCCAGCCTTCCAGTTGAACCGGTGAGGGCAGGGGCAA 
900 

Qy 901 

TGGGATGGGAGGGCAAAGAGGGAAGGCAACTTAGGTCTTCAGAGCTGGGGTGGGGGTGCC 
960 



Db 901 

TGGGATGGGAGGGCAAAGAGGGAAGGCAACTTAGGTCTTCAGAGCTGGGGTGGGGGTGCC 
960 

Qy 961 

CTCTGGATGGGTAGTGAGGAGGCAGGCGTGGCCTCCCACAGCCCCTGGCCCTCCCAAGGG 
1020 



Db 961 

CTCTGGATGGGTAGTGAGGAGGCAGGCGTGGCCTCCCACAGCCCCTGGCCCTCCCAAGGG 
1020 

Qy 1021 

GGCTGGACCAGCTCCTCTCTGGGAGGCACCCTTCCTTCTCCCAGTCTCTCAGGATCTGTG 1080 



Db 1021 

GGCTGGACCAGCTCCTCTCTGGGAGGCACCCTTCCTTCTCCCAGTCTCTCAGGATCTGTG 1080 
Qy 1081 

TCCT ATTCtCTGCTGCCCAT AACTCCA ACTCTGCCCTCTTTGGTTTTTTCTCATGCCACC 1 1 40 



Db 1081 

TCCT ATTCTCTGCTGCCCAT AACTCCAACTCTGCCCTCTTTGGTTTTTTCTC ATGCC ACC 1 1 40 
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Qy 1141 

TTGTCTAAGACAACTCTGCCCTCTTAACCTTGATTCCCCCTCTTTGTCTTGAACTTCCCC 1200 

; ! , 

Db 1141 

TTGTCTAAGACAACTCTGCCCTCTTAACCTTGATTCCCCCTCTTTGTCTTGAACTTCCCC 1200 
Qy 1201 

TTCTATTCTGGCCTACCCCTTGGTTCCTGACTGTGCCCTTTCCCTCTTCCTCTCAGGATT 1260 
Db 1201 

TTCTATTCTGGCCTACCCCTTGGTTCCTGACTGTGCCCTTTCCCTCTTGCTCTCAGGATT 1260 
Qy 1261 

CCCCTGGTGAATCTGTGATGCCCCCAATGTTGGGGTGCAGCCAAGCAGGAGGCCAAGGGG 
1320 

'I I ! ! : , 

Db 1261 

GCCCTGGTGAATCTGTGATGGCCCCAATGTTGGGGTGCAGCCAAGCAGGAGGCCAAGGGG 
1320 

Qy 1321 

CCGGCACAGCCCCCATCCCACTGAGGGTGGGGCAGCTGTGGGGAGCTGGGGCCACAGGGG 
1380 

:l ■ M I ! I -I I i:r 

Db 1321 

CCGGCACAGCCCCCATCCCACTGAGGGTGGGGCAGCTGTGGGGAGCTGGGGCCACAGGGG 
1380 

Qy 1381 

CTCCTGGCTCCTGGCGCTTGCACACCACCCGGAACACTCCCCAGCCCCAGGGGCAATCCT 1440 

■ I ' I I ' , 
Db 1381 

CTCCTGGCTCCTGCCCCTTGCACACCACCCGGAACACTCCCCAGCCCCACGGGCAATCCT 1440 
Qy 1441 

ATCTGCTCGCCCTCCTGCAGGTGGGGGCCTCACATATCTGTGACTTCGGGTCCCTGTCCC 1500 
Db 1441 

ATCTGCTCGCCCTCCTGCAGGTGGGGGCCTCACATATCTGtGACTTCGGGTCCCTGTCCC 1500 
Qy 1501 

CACCCTTGTGCACtCACATGAAAGCCTTGCACACTCACCTCCACCTTCACAGGCCATTTG 1560 

! II : iii: : ; I !. M : M : 
Db 1501 

CACCCTTGTGCACTCACATGAAAGCCTTGCACACTCACCTCCACCTTCACAGGCCATTTG 1560 
Qy 1561 

CACACGCTCCTGCACCCTCTCCCCGTCCATACCGCTCCGCTCAGCTGACTCTCATGTTCT 1620 

,1. Ul I/ „V', J n "J' 
Db 1561 

CACACGCTCCTGCACCCTCTCCCCGTCCATACCGCTCCGCTCAGCTGACTCTCATGTTCT 1620 
Qy 1621 

CTCGTCTCACATTTGCACTCTCTCCTTCCCACATTCTGTGCTCAGCTCACTCAGTGGTCA 1680 
1:1;: I: l 1 II II I ! Mil ll I 
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Db 1621 

CTCGTCTCACATTTGCACTCTCTCCTTCCCACATTCTGTGCTCAGCTCACTCAGTGGTCA 1680 



Qy 1681 

GCGTTTCCTGCACACTTTACCTCTCATGTGCGTTTCCCGGCCTGATGTTGTGGTGGTGTG 1740 
Db 1681 

GCGTTTCCTGCACACTTTACCTCTCATGTGCGTTTCCCGGCCTGATGTTGTGGTGGTGTG 1740 
Qy 1741 

CGGCGTGCTCACTCTCTCCCTCATG AACACCCACCCACCTCGTTTCCGCAGCCCCTGCGT 1 800 

; r ! , : ; N 

Db 1741 

CGGCGTGCTCACTCTCTCCCTCATGAACACCCACCCACCTCGTTTCCGCAGCCCCTGCGT 1800 
Qy 1801 

GCTGCTCCAGAGGTGGGTGGGAGGTGAGCTGGGGGCTCCTTGGGCCCTCATCGGTCATGG 
1860 

' ! ' N ! I I: 

Db 1801 

GCTGCTCCAGAGGTGGGTGGGAGGTGAGCTGGGGGCTCCTTGGGCCCTCATCGGTCATGG 
1860 

Qy 1861 

TCTCGTCCCATTCGACACCATTTGTtTCTCTGTCTCCCCATCCTACTCCAAGGATGCCGG 1920 

:| ! J ■ '! ' i * i" I ' i !l i 
Db 1861 

TCTCGTCCCATTCCACACCATTTGTTTCTCTGTCTCCCCATCCTACTCCAAGGATGCCGG 1920 
Qy 1921 

CATCACCCTGAGGGCTCCCCCTTGGGAATGGGGTAGTGAGGCCCCAGACTTCACCCCCAG 
1980 

U; ; : I ; 

Db 1921 

GATCACCCTGAGGGCTCCCCCfTGGGAATGGGGTAGTGAGGCCCCAGACTTCACCCCCAG 
1980 

Qy 1981 

CCCACTGCTAAAATCTGTTTTCTGACAGATGGGTTTTGGGGAGTCGCCTGCtGCACTACA 2040 
' :! ' M I :i 

Db 1981 

eCCACTGGTAAAATCTGTTTTCTGACAGATGGGTTTTGGGGAGTCGCCTGCTGCACTACA 2040 
Qy 2041 

TGAGAAAGGGACTCCCATTTGCCCTTCCCTTTCTCCT ACAGTCCCTTTTGTCTTGTCTGT 2 1 00 

1 l-Mi: : ; !!| .1! hi' ■ : 
Db 2041 

TG AG AAAGGG ACTCCCATTTGCCCTTCCCTTTCTCCT ACAGTCCCTTTTGTCTTGTCTGT 2 1 00 
Qy 2101 

CCTGGCTGTCTGTGTGTGTGCCATTCTCTGGACTTCAGAGCCCCCTG AGCCAGTCCTCCC 2 1 60 

M' - ,!^', Ml hi! Ml 
Db 2101 

CCTGGCTGTCTGTGTGTGTGCCATTCTCTGGACTTCAGAGCCCCCTGAGCCAGTCCTCCC 2160 
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Qy 2161 

TTCCCAGCCTCCCTTTGGGCCTCCCTAACTCCACCTAGGCTGCCAGGGACCGGAGTCAGC 2220 
Db 2161 

TTCCCAGGCTCCCTTTGGGCCTCCCTAACTCCACCTAGGCTGCCAGGGACCGGAGTCAGC2220 
Qy 2221 

TGGTTCAAGGCCATCGGGAGCTCTGCCTCCAAGTCTACCCTTCCCTTCCCGGACTCCCTC 2280 

r „ ;:l !' M |, 
Db 2221 

TGGTTCAAGGCCATCGGGAGCTCTGCCTCCAAGTCTACCCTTCCCTTCCCGGACTCCCTC 2280 
Qy 2281 

CTGTCCCCTCCTTTCCTCCCTCCTTCCTTCCACTCTCCTTCCTTTTGCTTCCCTGCCCTT 2340 

1 ' I i ,1 I , 'h , . ,. 

Db 2281 

CTGTCCCCTCCTTTCCTCCCTCCTTCCTTCCACTCTCCTTCCTTTTGCTTCCCTGCCCTT 2340 
Qy 2341 

TCCCCCTCCTCAGGTTCTTCCCTCCTTCTCACTGGTTTTTCCACCTTCCTCCTTCCCTTC 2400 

I ;l " !: iri.:| i| 

Db 2341 

TCCCCCTCCfCAGGTTCTTCCCTCCTTCTCACTGGTTTTTCCACCTTCCTCCTTCCCTTC2400 
Qy 2401 

TTCCCTGGCTCCTAGGCTGTGATATATATTTTTGTATTATCTCTTTCTTCTTCTTGTGGT 2460 
; ' : 1 i : , 

Db 2401 

TTCCCTGGCTCCTAGGCTGTGATATATATTTTTGTATTATCTCTTTCtTCTTCTTGTGGT 2460 
Qy 2461 

GATCATCTTGAATTACTGTGGGATGTAAGTTTCAAAATTTTCAAATAAAGCCTTTGCAAG 2520 

:; , ;ii I , i : Ji ,. „, . 

Db 2461 

GATCATCTTGAATTACTGTGGGATGf AAGTTTCAAAATTTTCAAATAAAGCCTTTGCAAG 2520 
Qy 252 1 ATAA 2524 

llll 

Db 252 1 ATAA 2524 



RESULT 3 
AK091656 

LOCUS AK091656 2538 bp mRNA linear PR11 5- JUL-2 003 

DEFINITION Homo sapiens cDNA FLJ34337 fis, clone FEBRA2009437. 
ACCESSION AK091656 
VERSION AK091656.1 GF21750076 
KEYWORDS oligo capping; fis (full insert sequence). 
SOURCE Homo sapiens (human) 
ORGANISM Homo sapiens 

Eukaryota; Melazoa; Chordata; Craniata; Vertebrata; Euleleostomi; 

Mammalia; Eutheria; Primates; Catarrhini; Hominidac; Homo. 
REFERENCE 1 

AUTHORS Tanigaiiii.A,, Fujiwara,T. ? ShibaharaX, Goto ? Y., Hirao ? M, 
Shimizu ? F., Wakebe,H., Ono ; T,, Hishigaki,H. ? WatanabeX, OzakiX, 
SugiyamaX, Irie ? R., OtsukiX, Sato,H WakamatsuA, IshiLS., 
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YamamotoJ., Isono,Y., Kawai-Hio,Y., Saito,IC., Nishikawa,T., 
Kimura,K., Yamashita-.H., Matsuo,K., Nakamura,Y., Sekine,M., 
Kikuchi,H., Kanda,K., Wagatsuma,M., MurakawaX, Kanehori,K., 
Takahashi-Fujii,A., OshimaA, SugiyamaA, Kawakami,B ., Suzuki,Y., 
Siigano,S., NagahariX, Masuho,Y., Nagai,K. and Isogai,T. 

TITLE NEDO human cDNA sequencing project 

JOURNAL Unpublished 
REFERENCE 2 (bases 1 to 2538) 

AUTHORS Isogaij. and YamamotoJ. 

TITLE Direct Submission 

JOURNAL Submitted (04-JUL-2002) Takao isogai, FLJ Project(HRI Team); 2-6-7 
Kazusa-Kamatari, Kisarazu, Chiba 292-0812, Japan 
(E-mail :genomics@liri.cojp, Tel:81-438-52-3975, Fax:81-438-52-3986) 
COMMENT NEDO human cDNA sequencing project supported by Ministry of 
Economy, Trade and Industry of Japan; cDNA full insert sequencing: 
Research Association for Biotechnology (RAB); cDNA library 
construction: Helix Research Institute (HRI) (supported by Japan 
Key Technology Center etc.); 5'- & 3'-erid one pass sequencing: RAB, 
HRL and Biotechnology Center, National Institute of Technology and 
Evaluation; clone selection for full insert sequencing: HRI and 
RAB; annotation: HRI and RAB. 
FEATURES Location/Qualifiers 
source 1. .2538 

/organism- 'Homo sapiens" 

/mol_typc="mRNA" 

/db_xref-"taxon:9606" 

/clone="FEBRA2009437" 

/tissue_type="brain" 

/clone lib="FEBRA2" 

/devstage-' fetal" 

/note="cloniiig vector: pME18SFL3" 

ORIGIN 



Query Match 99.7%; Score 2517.2; DB 9; Length 2538; 

Best Local Similarity 99.9%; Pred. No. 0; 

Matches 2519; Conservative 0; Mismatches 3; Indels 0; Gaps 0; 

Qy i 

CGCCAAGCATGCAGTAAAGGCTGAAAATCTGGGTCACAGCTGAGGAAGACCTCAGACATG 60 

! l : ■ L ^ ! h 'I, : I 

Db 17 

CGCCAAGCATGCAGTAAAGGCTGAAAATCTGGGTCACAGCTGAGGAGGACCTCAGACATG 76 
Qy 61 

GAGTCCAGGATGTGGCCTGCGCTGCTGCTGTCCCACCTCCTCCCTCTCTGGCCACTGCTG 120 
Db 77 

GAGTCCAGGATGTGGCCTGCGCTGCTGCTGTCCCACCtCCTCCCTCTCTGGCCACTGCTG 136 
Qy 121 

TTGCTGCCCCTCCCACCGCCTGCTCAGGGCTCTTCATCCTCCCCTCGAACCCCACCAGCC 180 

ill, .r li'iH, :M!I 

Db 137 

TCGCTGCCCCTCCCACCGCCTGCTCAGGGCTCTTCATCCTCCCCTCGAACCCCACCAGCC 196 
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Qy 181 

CCAGCCCGCCCCCCGTGTGCCAGGGGAGGCCCCTCGGCCCCACGTCATGTGTGCGTGTGG 240 

i ! '1 'I h hll !, 

Db 197 

CCAGCCCGCCCCCCGTGTGCCAGGGGAGGCCCCTCGGCCCCACGTCATGTGTGCGTGTGG 256 
Qy 241 

GAGCGAGCACCTCCACCAAGCCGATCTCCTCGGGTCCCAAGATCACGTCGGCAAGTCCTG 300 
I! ; I. 

Db 257 

GAGCGAGCACCTCCACCA AGCCGATCTCCTCGGGTCCCAAGATC ACGTCGGCAAGTCCTG 3 1 6 
Qy 301 

CCTGGCACTGCACCCCCAGCCACCCCATCAGGCTTTGAGGAGGGGCCGCCCTCATCCCAA 360 

i.. , ,. , i: . 

Db 317 

CCTGGCACTGCACCCCCAGCCACCCCATCAGGCTTTGAGGAGGGGCCGCCCTCATCCCAA 376 
Qy 361 

TACCCCTGGGCTATCGTGTGGGGTCCCACCGTGTCTCGAGAGGATGGAGGGGACCCCAAC 420 
Db 377 

TACCCCTGGGCTATCGTGTGGGGTCCCACCGTGTCTCGAGAGGATGGAGGGGACCCCAAC 436 
Qy 421 

TCTGCCAAtCCCGGATTTCTGGACTATGGTTTTGCAGCCCCTCATGGGCTCGCAACCCCA 480 
Db 437 

TCTGCCAATCCCGGATTTCTGGACTATGGTTTTGCAGCCCCTCATGGGCTCGCAACCCCA 496 
Qy 481 

CACCCCAACTCAGACTCCATGCGAGGTGATGGAGATGGGCTTATCCTTGGAGAGGCACCT 540 
Db 497 

CACCCCAACTCAGACTCCATGCGAGGTGATGGAGATGGGCTTATCCTTGGAGAGGCACCT 556 
Qy 541 

GCCACCCTGCGGCCATTCCTGTTCGGGGGCCGTGGGGAAGGTGTGGACCCCCAGCTCTAT 600 
Db 557 

GCCACCCTGCGGCCATTCCTGTTCGGGGGCCGTGGGGAAGGTGTGGACCCCCAGCTCTAT 616 
Qy 601 

GTCACAATTACCATCTCCATCATCATTGTTCTCGTGGCCACTGGCATCATCTTCAAGTTC 660 
Ml I,: M : , ' '"I > 

Db 617 

GTCACAATTACCATCTCCATCATCATTGTTCTCGTGGCCACTGGCATCATCTTCAAGTTC 676 
Qy 661 

TGCTGGGACCGCAGCCAGAAGCGACGCAGACCCTCAGGGCAGCAAGGTGCCCTGAGGCAG 
720 

II i' . I, !, I : ! : h l ; 'M ;i l ! '| 

Db 677 

TGCTGGGACCGCAGCCAGAAGCGACGCAGACCCTCAGGGCAGCAAGGTGCCCTGAGGCAG 
736 
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Qy 721 

GAGGAGAGCCAGCAGCCACTGACAGACCTGTCCCCGGCTGGAGTCACTGTGCTGGGGGCC 780 

Ml' :!!;!, ,;, :!:! IIIMI, 
Db 737 

GAGGAGAGCCAGCAGCCACTGACAGACCTGTCCCCGGCTGGAGTCACTGTGCTGGGGGC-C 796 
Qy 781 

TTCGGGGAGTCACCTACCCCCACCCCTGACCATGAGGAGCCCCGAGGGGGACCCCGGCCT 840 

,h- I: , 1,1 

Db 797 

TTCGGGGACTCACCTACCCCCACCCCTGACCATGAGGAGCCCCGAGGGGGACCCCGGCCT 856 
Qy 841 

GGGATGCCCCACCCCAAGGGGGCTCCAGCCTTCCAGTTGAACCGGTGAGGGCAGGGGCAA 
900 

i M ,!i,M: !. .i. I 1 

Db 857 

GGGATGCCCCACCCCAAGGGGGCTCCAGCCTTCCAGTTGAACCGGTGAGGGCAGGGGCAA 
916 

Qy 901 

TGGGATGGGAGGGCAAAGAGGGAAGGCAACTTAGGTCTTCAGAGCTGGGGTGGGGGTGCC 
960 

Db 917 

TGGGATGGGAGGGCAAAGAGGGAAGGCAACTTAGGTCTTCAGAGCTGGGGtGGGGGTGCC 
976 

Qy 961 

CTCTGGATGGGTAGtGAGGAGGCAGGCGTGGCCTCCCACAGCCCCTGGCCCTCCCAAGGG 
1020 

. , i, I , , 'i 

Db 977 

CTCTGGATGGGTAGTGAGGAGGCAGGCGTGGCCTCCCACAGCCCCTGGCCCTCCCAAGGG 
1036 

Qy 1021 

GGCTGGACCAGCTCCTCTCTGGGAGGCACCCTTCCTTCTCCCAGTCTCTCAGGATCTGTG 1080 
M-M: MMM ;!l !;M' I; 

Db 1037 

GGCTGGACCAGCTCCTCTCTGGGAGGCACCCTTCCTTCTCCCAGTCTCTCAGGATCTGTG 1096 
Qy 1081 

TCCTATTCTCTGCTGCCCATAACTCCAACTCTGCCCTCTTTGGTTTTTTCTCATGCCACC 1140 

I,, MMIl! M hi, I n 
Db 1097 

TCCTATTCTCTGCTGCCCATAACTCCAACTCTGCCCTCTTTGGTTTTTTCTCATGCCACC 1 1 56 
Qy 1141 

TTGTCTAAGACAACTCTGCCCTCTTAACCTTGATTCCCCCTCTTTGTCTTGAACTTCCCC 1200 

'II 1 -111,11 ' i : III I:, 

Db 1157 

TTGTCT A AG ACAACTCTGCCCTCTT AACCTTGATTCCCCCTCTTTGTCTTG AACTTCCCC 1216 
Qy 1201 

TTCTATTCTGGCCTACCCCTTGGTTCCTGACTGTGCCCTTTCCCTCTTCCTCTCAGGATT 1260 
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: I : I - ■ . _ . I ; , i ; I ! i I ! i 
Db 1217 

T'TCTATTCtGGCCTACCGCTTGGTTCCTGACTGTGCCCTTTCCCTCTTCCTCTCAGGATT 1276 
Qy 1261 

CCCCTGGTGAATCTGTGATGCCCCCAATGTTGGGGTGCAGCCAAGCAGGAGGCCAAGGGG 
1320 

I!, : - L ILMIh 

Db 1277 

CCCCTGGTGAATCTGTGATGCCCCCAATGTTGGGGTGCAGCCAAGCAGGAGGCCAAGGGG 
1336 

Qy 1321 

CCGGCACAGCCCCCATCCCACTGAGGGTGGGGCAGCTGTGGGGAGCTGGGGCCACAGGGG 
1380 

=: '; : ! h i:' 1 ! ! ! M 

Db 1337 

CCGGCACAGCCCCCATCCCACTGAGGGTGGGGCAGCTGTGGGGAGCTGGGGCCACAGGGG 
1396 

Qy 1381 

CTCCTGGCTCCTGCCCCTTGCACACCACCCGGAACACTCCCCAGCCCCACGGGCAATCCT 1440 

: i. M:|, Ml! 'i Ml; 
Db 1397 

CTCCTGGCTCCTGCCCCTTGCACACCACCCGGAACACTCCCCAGCCCCACGGGCAATCCT 1456 
Qy 1441 

ATCTGCTCGCCCTCCTGCAGGTGGGGGCCTCACATATCTGTGACTTCGGGTCCCTGTCCC 1500 
Db 1457 

ATCTGCTCGCCCTCCTGCAGGTGGGGGCCTCACATATCTGTGACTTCGGGTCCCTGTCCC 1516 
Qy 1501 

CACCCTTGTGGACTCACATGAAAGCCTTGCACACTCACCTCCACCTTCACAGGCCATTTG 1560 
I - : ; 

Db 1517 

CACCCTTGTGCACTCACATGAAAGCCTTGCACACTCACCTCCACCTTCACAGGCCATTTG 1576 
Qy 1561 

CACACGCTCCTGCACCCTCTCCCCGTCCATACCGCTCCGCTCAGCTGACTCTCATGTTCT 1620 

!, 'i:: . h. ■ i -I I., ' 

Db 1577 

CACACGCTCCTGCACCCTCTCCCCGTCCATACCGCTCCGCTCAGCTGACTCTCATGTTCT 1636 
Qy 1621 

CTCGTCTCACATTTGCACTCTCTCCTTCCCACATTCTGTGCTCAGCTCACTCAGTGGTCA 1680 

, : i: 'hi 

L> t> 1637 

CTCGTCTCACATTTGCACTCTCTCCTTCCCACATTCTGTGCTCAGCTCACTCAGTGGTCA 1696 
Qy 1681 

GCGTTTCGTGCACACTTTACCTCTCATGTGCGTTTCCCGGCCTGATGTTGTGGTGGTGTG 1740 

I ' ll i 1 1 Mi , II: M l ,1 ! 

Db 1697 

GCGTTTCGTGCACACTTTACCTCTCATGTGCGTTTCCCGGCCTGATGTTGTGGTGGTGTG 1756 
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Qy 1741 

CGGCGTGCTCACTCTCTCCCTCATGAACACCCACCCACCTCGTTTCCGCAGCCCCTGCGT 1800 
, ; .: I," MMI M : : : IN 

Db 1757 

CGGCGTGCTCACTCT'CTCCCTCATG AAC ACCCACCCACCTCGTTTCCGCAGCCCCTGCGT 1816 
Qy 1801 

GCTGCTCCAGAGGTGGGTGGGAGGTGAGCTGGGGGCTCCTTGGGCCCTCATCGGTCATGG 
1860 

!l, ! M .1, I ■ , !l I 

Db 1817 

GCTGCTCCAGAGGTGGGTGGGAGGTGAGCTGGGGGCTCCTTGGGCCCTCATCGGTCATGG 
1876 

Qy 1861 

TCTCGTCCCATTCCACACGAT'TTGTTTCTCTGTCTCCCCATCCTACTCCAAGGATGCCGG 1920 
Db 1877 

TCTCGTCCCATTCCACACCATTTGTTTCTCTGTCTCCCCATCCTACTCCAAGGATGCCGG 1936 
Qy 1921 

CATCACCCTGAGGGCTCCCCCTTGGGAATGGGGTAGTGAGGCCCCAGACTTCACCCCCAG 
1980 

Db 1937 

CATCACCCTGAGGGCTCCCCCTTGGGAATGGGGTAGTGAGGCCCCAGACTTCACCCCCAG 
1996 

Qy 1981 

CCCACTGCTAAAATCTGTTTTCTGACAGATGGGTTTTGGGGAGTCGCCTGCTGCACTACA 2040 
Db 1997 

CCCACTGCTAAAATCTGTTTTCTGACAGATGGGTTTTGGGGAGTCGCCTGCTGCACTACA2056 
Qy 2041 

TG AG AAAGGG ACTCCCATTTGCCCTTCCCTTTCTCCT ACAGTCCCTTTTGTCTTGTCTGT 2 1 00 
Db 2057 

TGf AG AAAGGG ACTCCCATTTGCCCTTCCCTTTCTCCTACAGTCCCTTTTGTCTTGTCTGT 2116 
Qy 2101 

CCTGGCTGTCTGTGTGTGTGCCATTCTCTGGACTTCAGAGCCCCCTGAGCCAGTCCTCCC2160 
Db 2117 

CCTGGCTGTCTGTGTGTGTGCCATTCTCTGGACTTCAGAGCCCCCTGAGCCAGTCCTCCC 2176 
Qy 2161 

TTCCCAGCCTCCCTTTGGGCCTCCCTAACTCCACCTAGGCTGCCAGGGACCGGAGTCAGC2220 

: ' II. . . i'l:!.: ! ,1. :l ,1 
Db 2177 

TTCCCAGCGTCCCTtTGGGCCTCCCTAACTCCACCTAGGCTGCCAGGGACCGGAGTCAGC 2236 
Qy 2221 

TGGTTCAAGGCCATCGGGAGCTCTGCCTCCAAGTCTACCCTTCCCTTCCCGGACTCCCTC 2280 
I , ' ' : 'h ' :i 



